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strated, CCHF is the most viral hemorrhagic fever in Iran, so
with a regular training program for the people and the high
risk professions in the endemic areas, the mortality rate of
20% in 2000 was decreased up to nearly 6.5% in 2007. It seems
that with a continuous training and informing program, we
will also be able to reduce propagation of CCHF in Iran.
doi:10.1016/j.ijid.2008.05.868
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Background: NS1 gene of dengue virus produces a hex-
americ soluble NS1 protein that is the ﬁrst viral protein to
circulate in host circulation. The viral protein may interact
with other human proteins; thus it can be hypothesized to
be under selection pressure. Since the probability of molec-
ular heterogeneity is likely in such cases, the present study
was carried-out to evaluate the usefulness of the NS1 gene
for genotyping of DENV-3 isolated during 2006 major dengue
fever outbreak.
Methods: Molecular subtyping was performed on eight
DENV-3 isolates (sampled in 2006) by comparing with other
NS1 sequences reported from India and other parts of the
world. For comparison, a 390 bp region from ampliﬁed NS1
gene was selected. A phylogenetic tree was constructed
by MEGA 3.1 software using Neighbor-Joining method with
bootstrap value of 1000 replicates. DENV-3 prototype strain,
H-87 was used to root the tree.
Results: All the NS1 DENV-3 sequences segregated in 3
distinct genotypes as established on the basis of CprM and
E genes in earlier studies; although genotype IV could not
be shown due to non-availability of the sequences. Geno-
type I consisted of viruses isolated in Tahiti, Indonesia and
Philippines isolated between 1978—98. Genotype II con-
sisted of viruses from Thailand and Taiwan isolated between
1987—98. Genotype III was further divided in three clades:
Indian clade consisting of NS1 2006 and 2005 Indian isolates;
American clade consisting of isolates from Martinique and
Brazil isolated between 1999—04; and the clade consisting
of Singapore (2004—05) and Sri Lanka (2000) isolates.
Conclusion: NS1 gene has been found to be useful in
molecular subtyping of DEN-3 viruses, although the method
has to be evaluated for other circulating dengue virus
serotypes.
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Background: There were more than 16,000 cases of
acute hemorrhagic conjunctivitis (AHC) reported through
the Syndromic Surveillance System between September 27
and October 30, 2007. The outbreak started in the north
(Keelung) and west (Yunlin), and soon spread to Taipei City,
Taipei county (north), and Chiayi (west).
Methods: Conjunctival swabs were collected from 91
patients for laboratory testing. Virus isolation on cell lines
including RD, HeLa, and Hep-2C cells were used. Direct
determination of virus serotype from clinical specimens by
employing a molecular method (semi-nested RT-PCR) was
used. Indirect immunoﬂuorescence antibody (IFA) staining
was applied to identify the isolate after appearance of cyto-
pathic effect (CPE). Phylogenetic analysis by using a MEGA
program was conducted to determine the genetic make-up
and evolution of the virus isolates.
Results: The virus isolation rate from cell cultures was
67% (61/91) of the specimens. The IFA test using a CVA-24
antiserum conﬁrmed that the etiologic agent Coxsackievirus
A24 was present in 98.4% (60/61) of the isolates. Deter-
mination of the serotype directly from clinical swabs by
examining the partial VP1 gene sequences revealed 79.1%
(72/91) was CVA 24. Phylogenetic analysis of partial VP1
genome (288 bps) from these isolates showed 99—100% of
nucleotide identity among them, indicating the outbreak
might have been initiated from a single focus. When com-
pared to the sequences from other countries, our strains
are closer to the strains from Singapore (2005) but more
distinct from China (2002), Korea (2002), Tunisia (2003),
Guiana/Guadeloupe (2003), or Brazil (2004).
Conclusions: We have determined by IFA staining and
molecular techniques identiﬁed the etiologic agent of the
2007 hemorrhagic conjunctivitis outbreak as CVA24v.
doi:10.1016/j.ijid.2008.05.870
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Since the introduction of the genus Arcobacter in
1991, the association of Arcobacter butzleri, Arcobacter
cryaerophilus and Arcobacter skirrowii with humans and ani-
